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Whole EDTA blood was obtai ned by venipuncture from 137 un-
related individual sfrom the south-west of Spain (Cadiz, Huelvaand
Sevilla), 100 unrelated individuals from the autochthonous popul a
tion of the Canary Islands, 119 unrelated immigrants from the black
population of West Africa and also 30 unrelated immigrants from
the north of Morocco. For the autochthonous Canary |slands group
only those individuals who descend from at |east three generations
borninthe Canary Islandsqualified for selection. The DNA wasex-
tracted using Chelex 100 protocol as described by Walsh et a. (1).

Aliquots of 5 pL the extracts with a DNA content of approxi-
mately 5 ng/uL were used for amplification. PCR primers used
were described by S. Gerken et a. (Salt Lake City, USA, unpub-
lished) and were synthesized as deposited in Genome Database
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(GDB accession numbers L36701 and L36702) (2,3). The amplifi-
cation conditions complied with the methodology described by
Schneider et al. (2,3) in a Perkin Elmer 9600 thermocycler.

Electrophoresis was carried out on 4% polyacrylamide denatur-
ing sequencing gels on a 377 automated system (Applied Biosys-
tems Division/Perkin Elmer). Genotype classification was made
using Genescan PCR analysis software with the Local Southern
method and by side-to-side comparison with allelic ladders kindly
provided by Dr. P. M. Schneider (Institut fir Rechtsmedizin,
Mainz). Haplotype diversity was calculated according to Nei (4).

The complete data are available to any interested researcher
upon request.

References

1. Walsh PS, Metzger DA, Higuchi R. CHELEX 100 as a medium for sim-
ple extraction of DNA for PCR-based typing from forensic material.
Biotechniques 1991;10(4):506-13.

. Schneider PM, D’ Aloja E, Dupuy BM, Eriksen B, Jangblad A, Klooster-
man AD, et a. Results of acollaborative study regarding the standardiza-
tion of Y-linked STR system DY S385 by the European DNA Profiling
(EDNAP) Group. Forensic Sci Int 1999;102:159-65.

. Schneider PM, Meuser S, Waiyawuth W, Seo Y, Rittner C. Tandem re-
peat structure of the duplicate Y-chromosomal STR locus DY S385 and
frequency studies in the German and three Asian populations. Forensic
Sci Int 1998;97:61-70.

. Nei M. Analysis of gene diversity in subdivided populations. Proc Natl
Acad Sci USA 1973;70:3321-3.

Additional information and reprint requests:
Joaquin-José Gamero, Ph.D.

Dpto. MedicinaLega

Facultad de Medicina

Universidad de Cédiz

Plaza Fragelag/in

11003, Cédiz,

Espafia. E-mail:joaguin.gamero@uca.es

TABLE 1—DYS385 genotype frequencies.

African Canary South African Canary South
Black Morocco Islands West Black Morocco Idands West
Allele Immigt. Immigt. (Spain) Spain Allele Immigt. Immight. (Spain) Spain
Combination n=119 n =30 n = 100 n= 137 Combination n=119 n=30 n = 100 n =137
10-13 0.0100 0.0145 14-15 0.0361 0.0333 0.0100 0.0145
10-14 0.0300 0.0291 14-16 0.0672 0.0200 0.0072
11-11 0.0100 0.0072 14-17 0.0080 0.0400 0.0072
11-12 0.0500 0.0145 14-18 0.0168 0.0100 0.0072
11-13 0.0333 0.0500 0.0218 15-15 0.0361 0.0300 0.0218
11-14 0.3400 0.3868 15-16 0.1513 0.0072
11-15 0.0333 0.0700 0.1021 15-17 0.0672 0.0072
11-16 0.0072 15-18 0.0168 0.0072
12-12 0.0100 0.0072 15-20 0.0080
12-13 0.0218 16-16 0.1428 0.0666 0.0218
12-14 0.0100 0.0291 16-17 0.0924 0.0200 0.0145
12-15 0.0080 0.0300 0.0072 16-18 0.0672 0.0145
12-16 0.0145 16-19 0.0080 0.0100
12-17 0.0100 0.0072 16-20 0.0080 0.0072
12-18 0.0072 17-17 0.0672 0.0072
13-13 0.0500 17-18 0.0420 0.0218
13-14 0.6000 0.0300 0.0510 17-19 0.0361
13-15 0.0250 0.1333 0.0700 0.0291 18-18 0.0250
13-16 0.0250 0.0300 0.0291 18-21 0.0080
13-17 0.0072 19-19 0.0080
13-18 0.0200 19-20 0.0072
13-19 0.0200 0.0072 19-21 0.0072
14-14 0.0361 0.0666 0.0200 0.0145
HDV 0.9200 0.6100 0.8580 0.8290

HDV: Haplotype diversity vaue.
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